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Figure S1. Complete amino acid alignment of the FL diTPS from jack pine and lodgepole pine with select
previously characterized conifer diTPS. Amino acid residues that differ in more than 50% of the proteins are
coloured in grey. Select conserved motifs are highlighted. Abbreviations: PbmdiTPS1, Pinus banksiana
monofunctional diTPS1; PcmdiTPS1, Pinus contorta monofunctional diTPS1; PcmdiTPS2, P. contorta
monofunctional diTPS2; PcmdiTPS3 P contorta monofunctional diTPS3; PbmPIM1 P banksiana monofunctionalmonofunctional diTPS2; PcmdiTPS3, P. contorta monofunctional diTPS3; PbmPIM1, P. banksiana monofunctional
pimaradiene synthase 1; PcmPIM1, P. contorta monofunctional pimaradiene synthase 1; PbmISO1, P. banksiana
monofunctional isopimaradiene synthase 1; PcmISO1, P. contorta monofunctional isopimaradiene synthase 1;
PcLAS2, P. contorta levopimaradiene/abietadiene synthase 2; PcLAS1, P. contorta levopimaradiene/abietadiene
synthase 1; PbLAS2, P. banksiana levopimaradiene/abietadiene synthase 1; PtLAS, P. taeda
levopimaradiene/abietadiene synthase; PaISO, Picea abies isopimaradiene synthase; PaLAS, P. abies
levopimaradiene/abietadiene synthase; AgAS, Abies grandis levopimaradiene/abietadiene synthase; PgCPS, Picea
glauca copalyl diphosphate synthase; PgeKS, P. glauca ent-kaurene synthase.


